In the title compound, C 12 H 15 N 2 O + ÁC 2 H 3 O 2 À , the phenoxy group is nearly perpendicular [80.73 (11) ] to the dihydropyrimidinium ring. In the crystal, O-HÁ Á ÁO, N-HÁ Á ÁO and C-HÁ Á ÁO hydrogen bonds form corrugated layers parallel to the ac plane.
Structure description
Pyrimidine and its derivatives are bioactive molecules and play an important role in several biological processes (Selvam et al., 2012) . These derivatives have also been used in coordination chemistry and in corrosion inhibitors (Ansari et al., 2015) . Several methods have been proposed for the synthesis of pyrimidine derivatives (Gore & Rajput, 2013) . The crystal structures of several pyrimidine derivatives have been reported (Fun et al., 2012) . In view of the importance of pyrimidine derivatives, a new pyrimidine derivative is synthesized and the crystal structure has been determined (Fig. 1) .
The dihydropyrimidinium ring adopts an envelope conformation with puckering parameters Q = 0.419 (2) Å , = 108. 3 (3) and ' = 237.7 (3) . The phenoxy ring is nearly perpendicular to the dihydropyrimidinium ring, as indicated by the dihedral angle of 80.73 (11) between the mean planes of the two rings. In the crystal, O1-H1BÁ Á ÁO3, N1-H1Á Á ÁO2, N2-H2Á Á ÁO3 and C1-H1AÁ Á ÁO1 hydrogen bonds (Table 1) link the molecules into corrugated layers parallel to the ac plane with one of the methyl groups on the dihydropyrimidinium ring protruding from each surface of the layer (Figs. 2 and 3) .
data reports
Synthesis and crystallization
A mixture of 4-hydroxy benzaldehyde (0.01 mol), acetyl acetone (0.01 mol) and ammonium acetate (5 g) was refluxed for 8 h in 30 ml of acetic acid. The reaction mixture was cooled to room temperature and the solid product obtained was filtered and recrystallized from ethanol. Single crystals were grown from ethanol by the slow evaporation method (yield 67%, m.p. 529 K).
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Computer programs: APEX3 and SAINT (Bruker, 2016) , SHELXT (Sheldrick, 2015a) , SHELXL2018 (Sheldrick, 2015b) , Mercury (Macrae et al., 2008) and SHELXTL (Sheldrick, 2008) . Table 1 Hydrogen-bond geometry (Å , ). 
Figure 1
The title molecule with labeling scheme and 30% probability ellipsoids. data reports IUCrData (2018 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. Hatoms attached to carbon were placed in calculated positions (C-H = 0.95 -1.00 Å) while those attached to nitrogen and oxygen were placed in locations derived from a difference map and their coordinates adjusted to give N-H = 0.91 and O -H = 0.87 %A. All were included as riding contributions with isotropic displacement parameters 1.2 -1.5 times those of the attached atoms. H-atoms attached to carbon were placed in calculated positions while those attached to nitrogen and oxygen were placed in locations derived from a difference map and their coordinates adjusted to give N-H = 0.91 and O-H = 0.87 Å. All were included as riding contributions. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

